
Start crop Point End crop Point

MSA length = 6545
T T T T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAGAGACA - T AAGT TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AAAAAGT T A - - AAA TGT A T
T T T A T TG - - - - - T AGA T A T TGTGT T ACAAC - AAAACCAAAAA T T - - - - - - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACAAA - - T A T A T T AA - - - - A T AA T T AC T AGT T T T AAACGG - - - - - - - CAA T AA
GCA T CGT T T AA - - GCCA T T T CAAC T A T AGT - - - AAAAAAAAC T C T ACCAC TGT AGTGCGACC TGGT T ACC T AACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T T CCCGT A T TGGAA TGAGACGACA T CACACCA - GTGAACAA T - T AAC T T ACAGCGAGAAAAGGAAGT T AAGGAGCGTGC
GCAC T T A T T AA - CAAAAGT T AAA T CGT TGT - - - AAAAAAA T A T C T AGT TGTGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T T CCCGT A T TGGAA TGAGACGACA T CACAGT A - T TGA T CAA T T AA T AA T T CAAA TGAA T TGA T CAGT T - - - TGAC T CGC
A T TGT T C - - - - - - TGAAAACGT C - - - - - - - - - - - A T AAAAAAGG - C T TGT TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGT AAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACA T T - - - - - - - - - - - T AAGAACA T AC TGT A TGT AAGAGC - - - - - - - - T AC T C
C T A T T CAA T AA T C T CACAGTGTGT TGCA T CAAAAAAAAA T AGT A T AA T TGTGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T - AAC T T T T AA T T - T ACACA TGT T AGCA T TGGAAAAGAA - - CC T T T T C T
GT T T T CG - - - - - T CCA T A T T T T CCA T CCGT CAAGA T AAAC T T T A TGAC T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGC T T T T
ACCC T CA T T AACCCAAAACGC T ACAACGCC - - - AAAACAGGGCC T AGTGT TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TG - GCAAA T AAC - - A T CAAGT A T T T AGAAAAGGAAAA T - AGGAA - - - - -
GGGT CA T C T AAA T T CCGT C TGT CCGT C TGT - - CCGC TGT CCGT C T TGT CC TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T T CCCGT A T TGGAA TGAGACGACA T CACAGT TGT C TGT CCGT C - - - - - - - - - - - - - - - - - - - - - - - - - - CGGT CCGT C T
GT A T T T A T T AGT - T CGAAA T T T A T AC T CGT - AAAAGA TGGAA T AACC T T T TGT AGTGCGACC TGGT T ACC T AACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T T CCCGT A T TGGAA TGAGACGACA T CACAC T A - GCCACAAA T - - - - GCGC T A T T T AGT T T AGGT AA T T AAG - - AC TGAG
ACC T T T A T CGA T TGGGAGT T CCA T T ACAAA - - - AC T AAC T T T T T T T AGAA TGT AGTGCGACC TGGT T ACC T AACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAA TGGA T C T A T T - A T T C TGCAAAAAAGA T TGAAAACA T AA TGAGT CA T
CGA T C T A - - - - - - AGA T AAA TGG - - - - - - - - - - ACGA T AGCA T AG - - - - - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CAC T T C - - T C T A T C T A - - - - A T CA T T T C T A T C TGT AGGA TGC T A - - A T CCA T T T
ACA T T T T - - - - - - TGAAAACACGCCGT AAC - C - AA T AACA T A T A T T T CAC TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGT AAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACA T C - - ACCA T CA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T
GT CACCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAGT T AGA - CAA T C TGT AGTGCGACC TGGT T ACCCAACAA T TGT T T A T T T AA T A T T T CA T T AA T - - - - - - - - - - GGGT AAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACAAA - - C T TGT CAA - - - GCAACC T AC TGGA T T TGT AAGT CAAAGT TGACCGC
TGT T T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T AA TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T C T AC T A - - - - - - - - - - - T A T T C TGC T T C TGT T T T T AGGAGT C T - - - GAGCA T CA
A T T T T CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAAA T A TG - - - - - - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGT AAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACA T A - - C T CA - - - - - - ACA T AGC T ACA TGAACAGAGA TG - - - - - - - - - - - AA
AA T TGT A - - - - - - T AA T T ACCAGC T T T T A T - GA - - CAAAAAGT A - T AGT A TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACAAG - - - - - - - - - - - - - ACCAA T TGGCACAGT ACGAAAA T T A - - A T T T T T A T
T T T T C TG - - - - - T T CGAAACA T T T AACACCAA - - - - - - - - - - - - - - - - - - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACACA - A TGGAACAAA - - - - - - - - - - - TGAA T C T AAAAAGCGA - - AAGT ACAC
T T T T C TG - - - - - T T CGAAACA T T T AACACCAA - - - - - - - - - - - - - - - - - - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACACA - A TGGAACAAA - - - - - - - - - - - TGAA T C T AAAAAGCGA - - AAGT ACAC
ACCGT T T - - - - - T CAA T A T CA T ACA T CGGC - - - GACGAGTGGTG - - - - - - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACAGGAA T TGAAC TGT TGAACAC T TGCCAAA T T TGAACAA T T T - - TGAAA T AA
T TGT T T AGCAGT T T AAA T C TGGA T T ACCC T - - - AAC T AGC T C T T T T AAGA TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T T C T CGT A T TGGAA TGAGACGACA T CACA - - - - AGGA T CAA T - - - - - - - - - - - - AAGT A T A T T AAGA T AA - - - T CACC T
GT CA T T C T T AA - T CCA T A T T T T A TGGC TGTGA - AA T AA T CC T T T T CC T A T TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T T CCCGT A T TGGAA TGAAACGACA T CACAC T A - GGGGAAAA T - - AACCAA TGAAAGA T AAAGGAAGGAAAA - - ACACA T
A T T T T AG - - - - - T T AGGAACA TG - T A T AGT - A - AA TGAAAAACC - - - - - - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACAAA - - T T CA T T A T T AA - - - - - CCA T T TGA T T T A TGA T A - - - - - - - - - - - A T
AAAGT AA - - - - - T T AAAA - - - - - - - - - - - - - - - - - CAAACAGT A - - - - - - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACAAG - - - - - - - - - - - - - AA T AGAAAC T ACA T T C T AA T AAA T A - - ACA T A T A T
GT T T T T A T T CA T C T AAAA T TGT T T AA T AA T AAAAA T AA T CC T T AGAGCAGTGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T AA T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACAGCAAACGA T CAGC - - AAGA T AAAC T AAA T C T CGGACAGAGAGCCGGACAG
T T T T C TG - - - - - T CCAAAGCA T T TGACACCAA - - - CAAAAAGTGT AA T C T TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - TGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CAC - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T C TGAAAAACGA - - AAGT ACAC
- - - - - - - - - - - - - GGGT AACC TG - - - - - - - - - - - - CAAACAA TG - - - - - - - GT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGT T T T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACAC T - - T A T ACGGT T - - - GC T A T T A T T T T T T T AGCGA T A T T A - - GGAAAAA T
T TGA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA TGGCACA T T CGTGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACA T T - - - - - - - - - - - - - AAA T AA T AC T C TGAA T AGAA TGACA - - AAGT CAAC
GT T T C T C - - - - - T TGA T AC TGCC T TGT T T T AA - - - TGAA T AA T C TGA T A T TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGT C T T TGA T T T T T CCCGT A T TGGAA TGAGACGGCA T CACAA T - - - - - - - - - - - - - - - - - - - - - - - - - A T T T T AGAA T T AAAGT A T T A T A T
- - - - - - - - - - - - - T AAAAA - - - - - - A T AA T - A - - - T AAAAAA T A - C T AAA TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACA T A - - - - - - - - - - - - - - A T AA T CAGGAA T T C T AAGAAA T AA - - - - A TGGAA
- - - - - - - - T AA - - T AAAAA TGT A T AACAAA - - - AAAAAAGA T T - - - - - - T TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAG - T TGAAAAA T - AA T C TGT CGCCAGAAAGGAGAAAC T - - - - - - - - - - -
GGA T C TG - - - - - T AAAGT CCC T C T AA T AA T - - - - - - - - - - - - - - - - - - - - TGT AGTGCGACC TGGT T ACC T AACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T T CCCGT A T TGGAA TGAGGCGACA T CACA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A - - - - - - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGT AAACA TGTGT T TGA T T - T T CCCGT A T TGAAA TGAGACGACA T CACA T A - - T ACAGT A T - - AAGCAGC T AC T T AAC T T T T AA T A T T T - - C T A T A T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: ltr_1_family_626.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa

 size: 6545bp; fragments: 572; full length: 39 (>=5890.5bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 6545 bp
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TE: ltr_1_family_626.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa

 size: 6846bp; fragments: 570; full length: 38 (>=6161.4bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_626
 size: 4067bp; fragments: 119; full length: 23 (>=3660.3bp)
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No TE domain detected

Before TEtrimmer 4067 bp
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